with EndoIII Y82A.
Because the AFM images are snapshots of the system near equilibrium, the number of bound proteins on strands reflects the apparent non-specific binding affinity of the proteins for DNA. As such, another way to analyze the data would be to qualitatively analyze the apparent binding affinity of each protein in the different experiments by visualizing the occupancy of the DNA i.e. the percent of DNA with a minimum of 1, 2, 3, or 4 proteins on a strand of DNA. Since DNA-binding proteins with 4Fe-4S clusters have a lower DNA binding affinity when the cluster in the reduced vs. oxidized (19), in a collection of proteins, some reduced and some oxidized, CT between proteins should affect the overall effective binding affinity for DNA. Conversely, if only one protein is bound to DNA, its affinity would not be affected by DNA CT. This was observed for mixtures of DNA and DinG ( Figure S4 ), which also indicates that DinG does not preferentially bind a mismatch. The same was observed for mixtures of DinG with WT EndoIII, or with EndoIII Y82A; the percent of long, well-matched strands with one protein bound is the same for DinG/EndoIII and DinG/Y82A mixtures ( Figure S5 ). If more than one protein is bound to a given strand, however, each subsequent protein that binds has a probability to transport charge through the DNA and promote another protein's dissociation, in a way that parallels anti- 
